• m 



Asn Leu He Tyr Ala Asp GlyVLys Thr Gin Thr Ala Glu Phe Lys Gly 
100 \ 105 110 

Thr Phe Glu Glu Ala Thr Ala Gflu Ala Tyr Arg Tyr Ala Asp Ala Leu 
115 130 125 



Lys Lys Asp Asn Gly Glu Tyr Thrv Val Asp Val Ala Asp Lys Gly Tyr 
130 135 \ 140 

B3 



Thr Leu Asn He Lys Phe Ala Gly 
145 150 



_ys Glu Lys Thr Pro Glu Glu Pro 
155 160 



Lys Glu Glu Val Thr He Lys Ala Afen Leu He Tyr Ala Asp Gly Lys 
165 \ 170 175 

Thr Gin Thr Ala Glu Phe Lys Gly ThV Phe Glu Glu Ala Thr Ala Glu 
180 183 190 

Ala Tyr Arg Tyr Ala Asp Leu Leu AlalLys Glu Asn Gly Lys Tyr Thr 
195 200 \ 205 



Val Asp Val Ala Asp Lys Gly Tyr Thr lieu Asn He Lys Phe Ala Gly 

210 215 \ 220 

— B4 

Lys Glu Lys Thr Pro Glu Glu Pro Lys Glu Glu Val Thr He Lys Ala 
225 230 \ 235 240 




Asn Leu He Tyr Ala Asp Gly Lys Thr GliiThr Ala Glu Phe Lys Gly 

245 250\ 255 

Thr Phe Ala Glu Ala Thr Ala Glu Ala Tyr ftrg Tyr Ala Asp Leu Leu 

260 265 \ 270 

Ala Lys Glu Asn Gly Lys Tyr Thr Ala Asp Liu Glu Asp Gly Gly Tyr 

275 280 \ 285 

— B5 



Thr He Asn He Arg Phe Ala Gly 
290 295 

Glu 
305 



Lys Lys Va\ Asp Glu Lys Pro Glu 
300 



and variants, subfragments, multiples or mixtures of the domains B1-B5 having the same 
binding properties. 



4 



2. (Amended) DNA-sequence, characterized in that it ccraes for the 
protein according to Claim 1 and has the following nucleotide sequence (SEP ID No: 2) : 



AAA 


GAA 


AAA 


ACA 


CCA 


GAA 


GAA 


CCA 


AAA 


GAA 


GAA 


GTT 


ACT 


ATT 


AAA GCA 


288 


AAC 


TTA 


ATC 


TAT 


GCA 


GAT 


GGA 


AAA 


ACA 


CAA 


ACA 


GCA 


GAA 


TTC 


AAA GGA 


336 


ACA 


1 1 1 


GAA 


GAA 


GCA 


ACA 


GCA 


GAA 


GCA 


TAC 


AGA 


TAT 


GCA 


GAT/ 


4cA TTA 


384 


AAG 


AAG 


GAC 


AAT 


GGA 


GAA 


TAT 


ACA 


GTA 


GAC 


GTT 


GCA 


GAT 




GGT TAT 


432 


ACT 


TTA 


AAT 


ATT 


AAA 


1 1 1 


GCT 


GGA 


AAA 


GAA 


AAA 


/CA 


CCA 


ffiAA 


GAA CCA 


480 


AAA 


GAA 


GAA 


GTT 


ACT 


ATT 


AAA 


GCA 


AAC 


TTA 


ATC 


TAT/ 


GOV 




GGA MAA 


528 


ACA 


CAA 


ACA 


GCA 


GAA 


TTC 


AAA 


GGA 


ACA 


1 1 1 


GAA 


J6AA 


"ISCA 


ACA 


G€A GAA 


576 


GCA 


TAC 


AGA 


TAT 


GCT 


GAC 


TTA 


TTA 


GCA 


AAA 




AAT_ 






TAT ACA 


624 


b 1 A 


GAC 


GTT 


pp a 
GLA 


PAT 

bAI 


AAA 

AAA 


PPT 

bb 1 


TAT 
1 A 1 


APT 

AL 1 


TTA 
1 IA> 


/a aNl 

' AA r- 






1 1 1 
1 1 1 


ppT ppA 


0/ d. 


AAA 


GAA 


AAA 


ACA 


CCA 


GAA 


GAA 


CCA 


AAA 


GM 


GAA 


GTT 


ACT 


ATT 


AAA GCA 


720 


AAC 


TTA 


ATC 


TAT 


GCA 


GAT 


GGA 


AAA 


ACT 


/CAA 


ACA 


GCA 


GAG 


TTC 


AAA GGA 


768 


ACA 


1 1 1 


GCA 


GAA 


GCA 


ACA 


GCA 


GAA 


GCA 


TAC 


AGA 


TAC 


GCT 


GAC 


TTA TTA 


816 


GCA 


AAA 


GAA 


AAT 


GGT 


AAA 


TAT 


ACA 


GCA 


GAC 


TTA 


GAA 


GAT 


GGT 


GGA TAC 


864 


ACT 


ATT 


AAT 


ATT 


AGA 


1 1 1 


GCA 


GGT/ 


AAG 


AAA 


GTT 


GAC 


GAA 


AAA 


CCA GAA 


912 


GAA 


TAATAA 


























921 



5. (Amended) A hybrid protein according to Claim 4, characterized in that the 
hybrid protein has the following amino acid sequence (SEQ ID No:3) : 



Ala Val Glu Asn Lys Glu Glu Thr Pro GIIj Thr Pro Glu Thr Asp Ser 

15 15) 15 

Glu Glu Glu Val Thr He Lys Ala Asn Leu\lle Phe Ala Asn Gly Ser 

20 25 \ 30 

Thr Gin Thr Ala Glu Phe Lys Gly Thr Phe G\lu Lys Ala Thr Ser Glu 



35 



40 



45 



Ala Tyr Ala Tyr Ala Asp Thr Leu Lys Lys Asp Asn Gly Glu Tyr Thr 
50 b5 60 

Val Asp Val Ala Asp Lys Gl\ Tyr Thr Leu Asn He Lys Phe Ala Gly 
65 70 \ 75 80 

Lys Glu Lys Thr Pro Glu Glu \ro Lys Glu Glu Val Thr He Lys Ala 
85 \ 90 95 

Asn Leu He Tyr Ala Asp Gly Lys Thr Gin Thr Ala Glu Phe Lys Gly 
100 \ 105 110 

Thr Phe Glu Glu Ala Thr Ala Glu\Ala Tyr Arg Tyr Ala Asp Ala Leu 
115 120 \ 125 

Lys Lys Asp Asn Gly Glu Tyr Thr Val Asp Val Ala Asp Lys Gly Tyr 
130 135 \ 140 

Thr Leu Asn He Lys Phe Ala Gly ly\ Glu Lys Thr Pro Glu Glu Pro 
145 150 \ 155 160 

Lys Glu Glu Val Thr He Lys Ala Asn leu lie Tyr Ala Asp Gly Lys 
165 1V70 175 

Thr Gin Thr Ala Glu Phe Lys Gly Thr PrJe Glu Glu Ala Thr Ala Glu 
180 185 \ 190 

Ala Tyr Arg Tyr Ala Asp Leu Leu Ala Lys\Glu Asn Gly Lys Tyr Thr 
195 200 \ 205 

Val Asp Val Ala Asp Lys Gly Tyr Thr Leu /fen He Lys Phe Ala Gly 
210 215 \ 220 

Lys Glu Lys Thr Pro Glu Glu Pro Lys Glu Glu Val Thr He Lys Ala 
225 230 23$ 240 

Asn Leu He Tyr Ala Asp Gly Lys Thr Gin Thr\ Ala Glu Phe Lys Gly 
245 250 \ 255 

Thr Phe Ala Glu Ala Thr Ala Glu Ala Tyr Arg Vyr Ala Asp Leu Leu 
260 265 \ 270 



Ala Lys Glu Asn Gly Lys Tyr Thr Ala Asp Leu Giju Asp Gly Gly Tyr 
275 280 \ 285 
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Thr He Asn He Arg Phe Ala GlA Lys Lys Val Asp Glu Lys Pro Glu 
290 295 \ 300 

Glu Pro Met Asp Thr Tyr Lys Leu He Leu Asn Gly Lys Thr Leu Lys 
305 310 \ 315 320 

Gly Glu Thr Thr Thr Glu Ala Val Asb Ala Ala Thr Ala Glu Lys Val 
325 I 330 335 

Phe Lys Gin Tyr Ala Asn Asp Asn GlylVal Asp Gly Glu Trp Thr Tyr 
340 345\ 350 

Asp Asp Ala Thr Lys Thr Phe Thr Val W Glu Lys Pro Glu Val He 
355 360 \ 365 

Asp Ala Ser Glu Leu Thr Pro Ala Val ThV Thr Tyr Lys Leu Val He 
370 375 \ 380 

Asn Gly Lys Thr Leu Lys Gly Glu Thr Thr\Thr Lys Ala Val Asp Ala 
385 390 C95 400 

Glu Thr Ala Glu Lys Ala Phe Lys Gin Tyr Ala Asn Asp Asn Gly Val 
405 410 \ 415 

Asp Gly Val Trp Thr Tyr Asp Asp Ala Thr Ly\s Thr Phe Thr Val Thr 
420 425 \ 430 

Glu Met 



and variants, subfragments, multiples or mixtures of the domains B1-B5 having the same 
binding properties. 

6. (Amended) DNA-sequence, characterized in that it codes for a 
protein according to Claim 5 and has the folio wingjHJcteotide sequence (SEQ ID No: 4) : 



GCG GTA GAA AAT AAA GAA GAA ACA CCA .GAA ACA CC# G#A ACT GAT TCA 
GAA GAA GAA GTA ACA ATC AAA GCT AAC VtA ATC 

ACA CAA ACT GCA GAA TTC AAA GGA ACA TTTGlA~AAA GCA^CA TCA GAA 
GCT TAT GCG TAT GCA GAT ACT TTG AAG AM7GA£^-AAT GGA GAA TAT ACT 



48 
96 
144 
192 



GTA GAT GTT GCA GAT AAA GGT TAT ACT TTA AAT ATT AAA TTT GCT GGA/ 
AAA GAA AAA ACA CCA GAA GAA CCA AAA GAA GAA GTT ACT ATT AAA G#\ 
AAC TTA ATC TAT GCA GAT GGA AAA ACA CAA ACA GCA GAA TTC AAA/GGA 
ACA TTT GAA GAA GCA ACA GCA GAA GCA TAC AGA TAT GCA GAT G£A TTA 
AAG AAG GAC AAT GGA GAA TAT ACA GTA GAC GTT GCA GAT AAA/ GGT TAT 
ACT TTA AAT ATT AAA TTT GCT GGA AAA GAA AAA ACA CCA GAA GAA CCA 
AAA GAA GAA GTT ACT ATT AAA GCA AAC TTA ATC TAT GCA/ GAT GGA AAA 
ACA CAA ACA GCA GAA TTC AAA GGA ACA TTT GAA GAA GCA ACA GCA GAA 
GCA TAC AGA TAT GCT GAC TTA TTA GCA AAA GAA AAT/ GGT AAA TAT ACA 
GTA GAC GTT GCA GAT AAA GGT TAT ACT TTA AAT ATT AAA TTT GCT GGA 
AAA GAA AAA ACA CCA GAA GAA CCA/AAA GAA\GAA GTT ACT ATT AAA GCA 
AAC TTA ATC TAT GCA GAT GGA/AAA ACT CAA' ACAjGCA GAG TTC AAA GGA 



ACA TTT GCA GAA GCA ACA GCA GAA GCA 




GCT GAC TTA TTA 



GCA AAA GAA AAT GGT AAA (TAT A€A GCA GAC TTA/GAA GAT GGT GGA TAC 
ACT ATT AAT ATT AGA TTT GCA GGT AAG' AAA/GTT GAC GAA AAA CCA GAA 
GAA CCC ATG GAC ACT TAC AAA TTA ATC/CTT AAT GGT AAA ACA TTG AAA 
GGC GAA ACA ACT ACT GAA GCT GTT/GAT GCT GCT ACT GCA GAA AAA GTC 
TTC AAA CAA TAC GCT AAC GAC AAC GGT GTT GAC GGT GAA TGG ACT TAC 
GAC GAT GCG ACT AAG ACC TTT ACA GTT ACT GAA AAA CCA GAA GTG ATC 



GAT GCG TCT GAA TTA ACA CCA GCC GTG ACA ACT TAC AAA CTT GTT ATT 
AAT GGT AAA ACA TTG AAA GGC GAA ACA ACT ACT AAA GCA GTA GAC GCA 



GAA ACT GCA GAA AAA GCy TTC AAA CAA TAC GCT AAC GAC AAC GGT GTT 
GAT GGT GTT TGG ACT TAT GAT GAT GCG ACT AAG ACC TTT ACG GTA ACT 



240 
288 
336 
384 
432 
480 
528 
576 
624 
672 
720 
768 
816 
864 
912 
960 
1008 
1056 
1104 
1152 
1200 
1248 
1296 



